the sequence corresponding to the ZF, but again, which were not already in the dataset, were 23 added. The latter enabled to populate the dataset with all the structures of the same protein; 24 some of which were released after the last stable release of Pfam (v27.0) and SCOP (v1.75) 25 used in this study.
26
Second, the sequences and structures of non-identical TC ZFs (i.e. with unique
27
UniProt identifiers) in the dataset were fetched from UniProt and PDB, respectively. If a
28
UniProt identifier had more than one structures for the domain, then X-ray structure was 29 preferably chosen over the nuclear magnetic resonance (NMR)/electron microscope (EM) 30 structure; and of the many X-ray structures of a single ZF, the one with the best resolution 31 was chosen. These were used to initiate sequence and structure similarity searches (see 
Classification of TC ZFs into families 55
The TC ZFs identified in the above step were analysed in detail. 
